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Summary. The yeast Saccharomyces cerevisiae has been widely used for the
implementation of DNA chip technologies. For this reason and due to the extensive
use of this organism for basic and applied studies, yeast DNA chips are being used
by many laboratories for expression or genomic analyses. While membrane arrays
(macroarrays) offer several advantages, for many laboratories they are not afford-
able. Here we report that a cluster of four Spanish molecular-biology yeast labora-
tories, with relatively small budgets, have developed a complete set of probes for
the genome of S. cerevisiae. These have been used to produce a new type of
macroarray on a nylon surface. The macroarrays have been evaluated and proto-
cols for their use have been optimized. [Int Microbiol 2004; 7(3):199–206]
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The yeast Saccharomyces cerevisiae has been used as a
workhorse for the implementation of DNA chip technologies
[8,22,26], and several different kinds of DNA chips were first
assayed in yeast. For this reason, there are DNA chips with
short (20- to 25-mers) [15] or long (60- to 70-mers) [16,25]
oligonucleotide probes, and PCR-amplified double-stranded
probes [7,8,11,20,25]. Apart from the popular glass-slide mi-
croarrays, macroarrays on positively charged nylon mem-
branes have been developed [7,11,12].
Each type of DNA chip has its own advantages. PCR
probes are more time-consuming but less expensive than
oligonucleotides. Moreover, PCR probes have some addi-
tional advantages: they usually cover most of the open read-
ing frame (ORF) sequence and therefore the DNA chips can
be used for comparative genome hybridization (CGH) since
the signals obtained are not sensitive to point changes and
they average the information of the entire sequence [17].
Glass-slide microarrays and membrane-based macroarrays
have both strengths and weaknesses. The probe density of
microarrays is, by definition, higher than that of macroarrays.
High density is, however, not a necessity in organisms such
as yeast, with only 6000 genes. While membrane-based
macroarrays are used in conjunction with radioactive label-
ing, glass microarrays can be used with fluorescent probes,
which allows simultaneous use of a control reference and a
sample in a two-color hybridization. Sensitivities are similar
although radioactive labeling is more uniform than dual fluo-
rescent labeling. Membrane arrays are easier to make and
cheaper to use and thus offer an interesting alternative for
many laboratories [1]. However, membrane arrays for yeast
at affordable prices are not available. Moreover, the only
existing ones have the probe dataset distributed into two
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Our objective in this study was to develop an entire set of
genes probes for the genome of S. cerevisiae and to use them
in order to construct a new kind of macroarray, in which all
the probes are included in an 8- to 11-cm single membrane.
An additional advantage is that the cost of such macroarrays
for the academic community is less than one third that of the
commercial ones.
Materials and methods
Probe generation. Probes were obtained by three different methods:
(A) The general strategy was PCR amplification of each complete ORF
inserted into a plasmid of the Research Genetics Exclone collection (Fig. 1A).
This collection was originally developed by Eric Phyzicky’s laboratory and
contains 6080 clones. Each clone contains a different full-length yeast ORF
inserted into a URA3 marker expression plasmid. [18]. Yeast cells were grown
overnight at 30ºC in 96-well microtiter plates with 100 µl SC-URA medium:
0.17% yeast nitrogen base without amino acids (Difco), 0.5% ammonium sul-
fate, 2% glucose and 0.077% CSM-URA (complete supplement mixture
without uracil, BIO 101). The cells were recovered by centrifugation, resus-
pended in 50 µl distilled water, frozen and stored for future uses. 
A first-round PCR was carried out in which the inserts were directly
amplified from 8 µl of unfrozen cells using a pair of common primers (forward
[eYGUF]: 5´-ATTCGATGATGAAGATACC-3´ and reverse [eYGUR] 5´-
ACGATTCATAGATCTCTGC-3´) in a final volume of 100 µl. The reaction
mix consisted of 1× Biotools buffer, 3 mM MgCl2, 0.2 mM of each nucleotide
triphosphate, 0.5 µM of each primer and 4 U DNA polymerase (Biotools).
Reactions were conducted in a thermocycler GeneAmp PCR System 9700
(Applied Biosystems) using the following protocol: 10 min at 94ºC to lyse the
cells and denature the DNA, 30 cycles at 94ºC for 30 s, 50ºC for 30 s and 72ºC
for 2–4 min (depending on the ORF length), followed by a final step of 72ºC
for 10 min. In a second-round of PCR, 0.1–1 µl of the sample amplified in the
first round was used for a second amplification with a pair of nested forward
(YGUF) 5´-CGAATTCCAGCTGACCACCATG-3´ and reverse (YGUR)
5´-GATCCCCGGGAATTGCCATG-3´ general primers using the same Taq
polymerase, PCR mix and thermocycler and the following steps: one cycle at
94ºC for 1 min, 30 cycles at 94ºC for 30 s, 60ºC for 30 s and 72ºC for 2–4 min
(depending on the ORF length) and a final step of 72ºC for 10 min.
(B) A second strategy was used for genes longer than 3 kbp (Fig 1B). An
internal forward oligonucleotide compatible with eYGUR was designed
using Pride software [10] or the Web primer interface at SGD (Saccha-
romyces Genome Database, http://www.yeastgenome.org/) at approximately
1000 bp upstream the ORF stop codon. Every oligonucleotide has a 5´
YGUF tail in order to allow a second round of amplification. PCRs were
done as in strategy (A). 
(C) Negative amplifications for genes shorter than 3 kbp, false positives
from strategy A, and some ORFs included in the CYGD (Comprehensive Yeast
Genome Database, http://mips.gsf.de/genre/proj/yeast/index.jsp, at July 2001)
but not present in the Phyzicky’s collection were PCR amplified using com-
mercial GenePairs (Research Genetics) and genomic DNA as template (Fig.
1C) according to the following protocol: one cycle at 94ºC for 3 min, 30
cycles at 94ºC for 30 s, 50ºC for 30 s and 72ºC for 195 s and a final step at
72ºC for 10 min. A second round of amplification was performed as in strat-
egy (A).
In all cases (three strategies and two PCR rounds), PCR products were
analyzed on 0.8% agarose gels using 0.5× TBE as running buffer and DNA
size markers. Some PCR products were quantified by fluorescent DNA
assay in a Hoeffer DyNA Quant 200 Fluorometer (Hoeffer Pharmacia
Biotech) according to the manufacturer’s instructions. The sizes of the
remaining samples were estimated by visual inspection of the ethidium-bro-
mide-stained gels and comparison with standard markers of similar size.
Macroarray construction. BioGrid (BioRobotics, UK) was used as
the spotting robot. Macroarrays were made by printing the PCR products
(without purification) onto a positively charged nylon membrane
(Amersham Hybond N+). Printing was done with a 384-pinhead printer,
consisting of regular 4 × 4 spots per pin, yielding a total of 6144 available
positions. Gene probes were printed in a single replicate. The chips contained
positive control spots: 16 replicates of 0.2 ng total yeast genomic DNA and
four replicates of a region of 18S rDNA. Negative control spots included four
replicates of 0.2 ng Escherichia coli genomic DNA. Therefore, 6049 positions
were used for gene probes, 24 for control probes and 71 remained empty.
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Fig 1. Three strategies used to amplify and re-ampli-
fy all the probes printed in the yeast macrochip.
Strategy A: yeast ExClones and oligonucleotides
used to amplify ORFs inserted into the pYEX4T-1.
Strategy B: used to amplify 466 inserts longer than
3 kb. Strategy C: used to amplify negative clones
from strategies A and B; the primers were genomic
DNA and Research Genetics GenePairs. Primers
contain 20 bases of specific sequence for each ORF
in their 3´ ends, and 5´ tails YGUF or YGUR to
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Membranes were kept humid by setting them onto three Hybond blot-
ting-paper sheets soaked in denaturing solution (1.5M NaCl, 0.5M NaOH).
Solid pins of 0.4-mm diameter were used. These pins spot 20 nl each time.
PCR products were spotted five times so that each spot contained 20–30 ng
DNA in a diameter of approximately 0.6 mm. After printing, the membrane
was neutralized with 1.5 M NaCl, 0.5 M Tris/HCl (pH 7.2), 1 mM EDTA
(pH 8.0) for 1 min. No subsequent UV fixation was necessary (see Results)
and membranes were kept on filter paper until complete dryness.
Microarrays on amino-coated glass slides were also constructed using
purified PCR products. These will be described elsewhere (Viladevall et al.,
submitted).
Nucleic acid isolation. Genomic DNA was isolated from yeast cells
by phenol extraction with glass beads, essentially as described by Hoffman
and Winston [14]. Total RNA from yeast cells was prepared as described by
Sherman et al. [23], but using a multiple-sample automated device (Fast-
Prep, BIO101) to break the cells. 
Radioactive sample labeling. Yeast genomic DNA was labeled fol-
lowing a random priming procedure. 800 ng genomic DNA in 45 µl distilled
water was denatured for 5 minutes by boiling, added to a microcentrifuge
tube of Ready-To-Go DNA labeling beads (Amersham Biosciences) and
mixed with 50 µCi [α–33P] dCTP (≥2500 Ci/mmol). The mixture was incu-
bated at 37°C for 1–2 h. In order to eliminate non-incorporated components,
Probe Quant G–50 columns (Amersham Biosciences) were used.
Yeast cDNA was labeled by reverse transcription. The reaction mixture
consisted of 30 µg total RNA, 0.5 µg oligo(dT) (5´-T15VN-3´), 1 µl RNAse
OUT (Invitrogen), and RNA-treated water were added to a microcen-
trifuge tube in a total volume of 10 µl. The mixture was incubated at 70°C
for 10 min and chilled on ice for 5 min. Five µl of 5× first-strand buffer, 3
µl 0.1M DDT, 1.5 µl dNTP mix (dATP, dGTP, dTTP 16 mM each, and
dCTP 100 µM), 5 µl 33P–α–dCTP (10 µCi/µl) and 1 µl SuperScript II RT
(200 U/µl, Invitrogen) were added in a final volume of 30 µl. The mixture
was incubated at 43ºC for 1 h and the reaction stopped by adding 1 µl 0.5
M EDTA. Unincorporated nucleotides were removed by using MicroSpin
S-300 HR columns (Amersham Bioscience) following the manufacturer’s
instructions.
Macroarray hybridization and stripping. Three different hybridiza-
tion solutions were used: commercial Ambion ULTRArrayTM hybridization
buffer and SSC-based (5× SSC, 5× Denhart’s, 0.5% SDS and 100 µg herring
sperm DNA/ml) and SSPE-based (5× SSPE, 5× Denhart’s, 50% deionized
formamide, 0.5%, SDS, 10% dextran sulfate and 200 µg herring sperm
DNA/ml) hybridization solutions. Different hybridization times, different
amounts of radioactive sample and different exposure times were tested, as
discussed below. 
The hybridization protocol used was as follows. New macroarrays were
pre-treated for 30 min at 80ºC with 0.5% SDS to remove particles deposited
during array printing. This step was not necessary in subsequent hybridiza-
tions. Filters were inserted in 12.5 × 2.5-cm flat-bottom plastic tubes and
pre-hybridized in a rotator oven with 5 ml pre-hybridization solution (the
same as used for hybridization but without the radioactive sample) at the
corresponding temperature for each solution (65ºC for SSC, 42ºC for SSPE
and 50ºC for ULTRArray). The pre-hybridization solution was then replaced
with 5 ml of the same solution containing the desired amount of radioactive
sample and hybridized for the times described in Tables 1 and 2. For
ULTRArray and SSC solutions, washing conditions were: 1× at 65ºC for 20
min in 2× SSC, 0.1% SDS, and twice at 65ºC for 30 min in 0.2× SSC, 0.1%
SDS. For the SSPE solution, the washes were: twice at 42ºC for 10 min with
2× SSPE, SDS 0.1%, and once at 65ºC for 15 min with 1× SSPE, 0.1% SDS.
After the washing step, membranes were kept humid, sealed in Saran wrap,
avoiding any bubbles, and exposed to an imaging plate (BAS-MP, FujiFilm)
for various times.
Filters were stripped by pouring 3×150 ml boiling stripping buffer
(5 mM sodium phosphate, pH 7.5, 0.1% SDS) over the membrane. The first
time, the stripping buffer was immediately changed while after the second
and third washes the filters were left to cool at room temperature. To ensure
that radioactivity had been eliminated, the filters were either checked with a
Geiger counter or re-scanned with a Phosphorimager. Membranes were not
dried at any time because drying can cause permanent fixation of the
radioactivity. Once the radioactivity had been eliminated, membranes were
stored dry for future use. We did not observe any decrease in macroarray per-
formance during a period of 18 months after manufacturing.
Macroarray scanning and analysis. Images were acquired using a
FujiFilm FLA3000 Phosphorimager. Spot intensities were measured as
ARM density (artifact-removed density), background and sARM Density
(background-corrected ARM density) by using the Array Vision software
(Imaging Research, Canada).
Results and Discussion
Probe generation. The general strategy depicted in Fig.
1A was selected because the cost is about one third of that
used for yeast PCR clones [8,11]. This strategy was followed
at both laboratories of the authors and at the laboratory of
Javier Arroyo at the Complutense University of Madrid
(Spain). Of the 6080 clones, 4593 were amplified (success
rate 75.5%). The fragment length that Taq polymerase can
amplify under these conditions limited the yield. This strate-
gy efficiently amplified only fragments shorter than 3 kbp. In
Fig. 2, an example of a 72-set of second-round PCR products
is given. Amplified bands that did not have the correct size
were excised from the gel and sequenced. Most of them (e.g
those marked in Fig. 2) corresponded to internal PCR sub-
products or were multimers of the original sequence.
Therefore, these reactions were considered positives, as they
should not cause problems when used as a probe. In some
cases, the extra bands had a sequence different from the
expected one and were thus considered false positives.
Negatives (arrow in Fig. 2) or false positives were subjected
to strategy (C). An additional set of 5% of random selected
clones was also sequenced and all of them had the correct
sequence.
With strategy (B), 451 positive amplifications, out of 466
genes, were obtained, which represents a 96.8 % success rate.
In addition to the ORFs amplified with commercial
GenePairs (Research Genetics) and missing in the original
Phyzicky’s collection (strategy C), 56 new ORFs, discovered
by global genome comparisons with other yeast species [3],
were obtained by amplification using oligonucleotides
designed by us and similar to the GenePairs. Most of this set
of probes was produced in the laboratory of José L. Revuelta
at the University of Salamanca (Spain). The global success of
strategy (C), as judged by gel electrophoresis, was 95.2%
(1029 out of 1080). The final yield of all the three strategies
was 6073 probes. 
DNA MACROCHIPS FOR S. CEREVISIAE
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Macrochip design. Efforts were made to improve other,
previously described commercial or in-house yeast macroar-
rays [11]. A small size, 7 × 11 cm, was chosen in order to
facilitate handling. This size requires less hybridization solu-
tion and less radioactive sample, and reduces the risk of
breakage during manipulation. 
The original yeast ORF collection was purged in order to
eliminate ORFs that could give redundant information. Thus,
some subtelomeric ORFs belonging to different gene families
were eliminated (leaving one ORF member per gene family)
to avoid cross-hybridization and therefore overlapping, non-
useful information. In addition, clones corresponding to retro-
transposon ORFs (Ty ORF) were also purged, leaving only
one copy of each Ty ORF (Ty-1, Ty-2, Ty-3, Ty-4, Ty-5). 
Finally, the probe collection was updated by comparing
the ORF collection with the public yeast databases (i.e. SGD,
CYGD). Thus, some ORFs turned out to be artifacts, for
example, due to wrong assignations of the start/ending (some
of them before re-sequencing of chromosome III), or com-
plete or partial overlapping with other, well-reported genes,
and were eliminated. After several trials in which some
probes did not produce consistent results, 6049 of the 6073
probes amplified for the final version of the macrochip were
selected: 451 from the 1020 bp amplified from the ORF 3´
end and 5518 that comprised the entire ORF.
The complete list of probes used in the macrochip and
their grid locations can be obtained from the Web page of the
authors: http://scsie.uv.es/chipsdna/. The DNA Chips platform
has been registeredwith the accession number GPL772 at
GEO database (http://www.ncbi.nlm.nih.gov/geo/). 
Optimization of macroarray construction. Several
parameters were tested in order to obtain the highest
signal/background ratio. First, several positively charged com-
mercial membranes were tried: Amersham Hybond N+,
Schleider & Schuell Nitran supercharged, Boehringer Nylon
membranes + charged, and Pall Biodyne B. Signals were com-
pared by hybridizing the membranes with aliquots of the same
radioactive genomic DNA sample. The best results (highest
signal/noise ratio) were obtained using Amersham Hybond N+
or Pall Biodyne B (data not shown). In addition, 3, 5, 7 and 10
strokes of DNA samples from the first and second round PCR
were tested. The concentration of DNA from the first round of
PCR (2–5 ng/µl) was not enough to yield a good signal even
after 10 strokes. Instead, 5 strokes with a DNA concentration
of about 200 ng/µl, obtained by second-round PCR, was deter-
mined to be the optimum condition (data not shown).
The influence of membrane humidity on the shape of the
spot was also evaluated. If the membrane was not humid
enough, the spots had a doughnut shape; if the membrane
was too humid the spots had irregular borders. To achieve
well-defined round spots, liquid in excess was drained from
the tray system and the surface of the membranes was
allowed dry for a few minutes before printing.
Usually, macroarray protocols include, at the end of each
printing process, a DNA fixation step with UV cross-linking
[11]. In order to determine the optimum energy of cross-link-
ing, the same membrane was divided into four sections using
masks. Three parts were exposed, respectively, to 125, 60, 30
mJ of UV light and one part was not exposed (Fig. 3). The
results indicated that the best method is no UV irradiation,
probably because the alkali printing itself constitutes a good
fixation method. It may also be that UV treatment damages
the fixed DNA and subsequently the signal decreases as UV
energy increases [21]. The non-UV-treated part of the filter
behaved better than the UV-treated portions even after the
same membrane was reused eight times (not shown).
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Fig. 2. Results of a typical second round of PCR amplification of 72 clones
following strategy A. Left lane for each row is XΙΙΙ DNA molecular size
markers (Roche). Arrow indicates negatives (no amplification) and arrow-
heads the extra bands that were sequenced to identify false positives. All
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Evaluation of the hybridization conditions. DNA
macrochips are not as widely used as microchips. For this
reason, the protocols for their use, although similar to those
used for other routine molecular-biology experiments, need
to be optimized. Hybridization conditions were optimized in
order to obtain the best possible results with respect to sig-
nal/noise ratio after each use of the membranes and to extend
the number of uses as much as possible. The experiment
shown in Table 1A was designed to determine the best
hybridization solution. It can be seen that the commercial
Ambion ULTRArray hybridization buffer gave the highest
total signal (the sum of all the individual spot signals minus
the background, represented by ΣsARM density) whereas the
lowest signal was obtained using SSC solution. A possible
reason for the better performance of the ULTRArray and
SSPE solutions is that they reduce the time required for final
equilibrium conditions. Both solutions contain formamide as
an accelerator (although the composition of ULTRArray is
not given by the supplier, commercial rapid-hybridization
buffers usually contain formamide and cationic detergents or
dextran sulfate) [21]. Nevertheless, the effect of both for-
mamide and buffer composition on hybridization rate is contro-
versial [5]. In our hands, SSPE and, especially, ULTRArray
solutions shortened the time required for a reasonably good
result. In order to achieve the same signal intensity with the
SSC solution, longer hybridization times would be needed.
The increase in total hybridization signal seen in experiment
2 after 41 h compared with 17 h in experiment 1 supports this
hypothesis. When ULTRArray solution is used, shortening
the hybridization time (Table 1B, compare experiments 7 and
9) to 5 h, it decreases the signal to a level similar to that ob-
tained in SSC solution after a 17-h hybridization. Hybridi-
zation conditions were evaluated further by comparing the
exposure times and radioactive sample concentrations. The
results show that the signal was linearly by a factor of three
when the exposure time is reduced from 17 to 5 h (Table 1B,
experiments 5 vs. 6, 7 vs. 8, 9 vs. 10). The concentration of
radioactive sample (in dpm/ml of hybridization solution) is
also important. Doubling the amount produces approximate-
ly double the signal (experiment 5 vs. 7) within the range of
our experiments (1 to 5 × 106 dpm/ml). The increase in sig-
nal intensity is not, however, the only factor to be considered.
It can be seen in Table 1A, B that the signal/background ratio
is better when higher sample concentrations are used (com-
pare experiments 1–4 with experiments 5–6 and 7–10) and is
mostly independent of the hybridization solution. The higher
the average ratio obtained, the higher the number of valid
spots observed (valid spots are usually those with ratios 1.5-
to 2-fold over the background) [4]. We have observed, how-
ever, that in cDNA hybridizations SSPE and ULTRArray
tend to produce higher and irregular backgrounds (not
shown). The high background in formamide-containing solu-
tions was also observed by other authors [13]. Thus, the SSC
solution is the best option for hybridization of macroarrays.
Moreover, the use of longer hybridization times in SSC solu-
tion does not significantly bias the results (compare experi-
ments 1 vs. 2, Tables 1A and 2).
The hybridization solution should be chosen with caution
because of potential differences in probe-target specificity [5].
To test the influence of different hybridization solutions,
DNA MACROCHIPS FOR S. CEREVISIAE
Fig. 3. A 3944-spot membrane exposed to dif-
ferent UV cross-linking energies (in mJ). Each
quadrant was subjected to the indicated energy.
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hybridization times and sample concentrations on the individ-
ual probe signals, a set of pair-wise comparisons was made
between the complete set of spot intensities (Table 2) and the
R (Pearson coefficient) was estimated in each case. The R
value was very good (>0.95) in two of the comparisons: when
the same hybridization solution was used and, especially, when
the same membrane was used. While the decrease in the R val-
ues of different filters was expected, the small effect
(0.02–0.04 R units) indicates that the macroarrays that we pro-
duced are very uniform and yield reproducible results. In fact,
the effect of using samples labeled independently was higher
than the effect of using different membranes (not shown).
Nevertheless, we recommend using the same membrane for
comparative experiments. R values were below 0.95 when dif-
ferent hybridization solutions were compared (the same
labeled reaction sample was used for experiments 1–4 and
another one for experiments 5–10, both divided into aliquots).
This can be explained by considering that each hybridization
solution may have different efficiencies for sequences with
base composition outside the G + C range of 30–75% [21]. The
use of the same hybridization solution in comparative experi-
ments is, therefore, mandatory. Finally, a comparison among
R values of different solutions showed that SSPE and
ULTRArray behave similarly compared to SSC solution.
To summarize, the best results were obtained with SSC
solution, about 5 × 106 dpm/ml of genomic DNA radioactive
sample (2–3 × 106 dpm/ml if using cDNA instead, not shown)
and a hybridization time of 40 h; under these conditions, both
the highest number of valid spots and the best signal/noise
ratio are obtained. However, other hybridization solutions,
sample concentrations and hybridization times can also be
used in combination with appropriate exposure times to pro-
duce fairly good results with our membrane macroarrays. 
Number of uses of the same chip. Studies
involving DNA chips are always done by means of compar-
ative experiments. When working with radioactivity, two
hybridization steps, at least, with a stripping step in between,
are needed [4]. The reusing of macroarrays is, then, strictly
necessary. Therefore, it is important to know how many
times the same membrane can be reused. In a study with a
simplified version of the macrochips described here (3944
spots instead of 6050), the same membrane was hybridized
and subsequently stripped nine times. Spots with a signal
higher than 1.5 times the background were considered valid.
The number of valid spots in each experiment was calculated
as a percentage based on the total number of spots (Fig. 4A).
The results showed that there was no significant decrease in
the number of valid spots after the second use and an average
decrease of only 3% compared with the first use was
observed throughout the entire series. These findings are sim-
ilar to those reported by Hauser et al. [11]. After nine uses,
97% of the spots still produced valid results and the back-
ground was similar to that of the first hybridization (Fig. 4B).
In other experiments, the same membrane was used up to 12
times with satisfactory results (data not shown).
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Table 1. Comparison of hybridization conditions for macroarrays
(A)
Experim. no. Membr. no. Hybridization Sample amount Hybridization Exposure Signal/ No. spots ΣsARM Relative
solution (dpm/ml time (h) time (h) background >1.5× density percentage
solution) (average) background
1 5 SSC 4.8 × 106 17 17 11.23 5960 262153.7 28.3
2 9 SSC 4.8 × 106 41 17 8.90 5919 342371.6 36.9
3 23 SSPE 4.8 × 106 17 17 8.37 5956 452305.1 48.7
4 14 Ultrarray 4.8 × 106 17 17 13.36 5992 927937.5       100
(B)
Experim. no. Membr. no. Hybridization Sample amount Hybridization Exposure Signal/ No. spots ΣsARM Relative
solution (dpm/ml time (h) time (h) background >1.5× density percentage
solution) (average) background
5 9 ULTRArray 1.85 × 106 17 17 4.64 5803 397550.9 44.3
6 9 ULTRArray 1.85 × 106 17 5 4.80 5800 115791.6 12.9
7 5 ULTRArray 3.7 × 106 17 17 5.38 5906 896580.4       100
8 5 ULTRArray 3.7 × 106 17 5 5.31 5892 267304.7 29.8
9 23 ULTRArray 3.7 × 106 5 17 5.77 5874 240253.0 26.8
10 23 ULTRArray 3.7 × 106 5 5 5.97 5846 72386.3 8.1
(A) With a few exceptions, in which membranes were reused, different membranes were used in different experiments. Radioactivity amount, hybridization and
exposure times are specified. ΣsARM density is the summation of background-corrected ARM density. 
(B) Different radioactivity amounts, hybridization and exposure times were used with the Ambion ULTRArray hybridization solution. In both parts of the table, the
relative percentages to sARM density of the higher value for each experiment are specified.
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Applications of the study. The macroarrays
described here had already been used in several different
studies and proved to be both highly convenient and reliable
[2,9,19,27]. Their small size and high-quality printing allow
them to be hybridized many times, which not only extends
the use of the yeast macroarrays but also greatly reduces the
cost of the experiments. Since no other DNA chip developed
to date has been used so many times [1], they allow compar-
ison of many different samples in the same chip, which
improves the statistical significance of the experiment. 
The probe collection set generated has other applications
as well. Because all of the probes, independently of the pro-
tocol used for their synthesis (strategies A–C), have common
sequences at their ends (YGUF/YGUR), they can be re-
amplified either as a complete set or individually using the
same PCR conditions (second-round PCR described in
Materials and methods). This has been done in our laborato-
ries for the generation of probes for Northern or Southern
experiments and for making specialized “minichips” for spe-
cific purposes, such as for a study of chromosome I polymor-
phisms [6].
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